reported (1) .
The microbiota was analysed using bacterial tag-encoded FLX amplicon pyrosequencing as described in Dowd et al. (2) . Generation of the sequencing library and was performed by MRDNA (www.mrdnalab.com, Shallowater, TX, USA) along with the pyrosequencing analysis, clean-up and operational taxonomic unit (OTU) identification. Identification was provided using BLASTn database with genus taxonomy given for > 95% sequence identity of the OTU to an appropriate reference sequence. Random resampling was performed to adjust the data for potential biasing caused by differences in the number of reads within a sample. Resampling was achieved by the random selection of a uniform number (n = 426) of reads from each sample. Figure 1 : Characteristics of the microbiota in patients prior to and after azithromycin treatment.
Each data point represents a single sample with horizontal lines indicating the mean number of genera detected (a) and Shannon's index rank (b). Near significant differences were reported between groups for both measures (χ2 = 3.15, P = 0.076). Dotted lines are shown to indicate the change in measure for each patient.
